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Figure 3 



CLUSTAL W (1.74) multiple sequence alignment 



NTR1_RAT 
PFI-002 



MHLNSSVPQGTPGEPDAQPFSGPQSEMEATFLALSLSNGSGNTSESDTAGPNSDLDVNTD 
MEKLQNASWIYQQKLEDPFQKH LNS TEE YLAFLiCGPRRS 
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NTR1_RAT 
PFI-002 



IYSKVLVTAIYLALFVVGTVGNSVTAFTLARKKSLQSLQSTVHYHLGSLALSDLLILLLA 

HF-FLPVSWYVPIFWGVIGNVLVCLVILQ HQAMKTPTNYYLFSLAVSDLLVLLLG 

: : *:.:*:.:****.:** :..:.: : *::::..:*:* ***;****;***. 

MPVELYNFIWVHHPWAFGDAGCRGYYFLRDACTYATALNVASLSVERYLAICHPFKAKTL 
MPLEVY - EMWRNYPFLFGPVGCYFKTALFETVCFAS ILS ITTVSVERYVAI LHPFRAKLQ 
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MSRSRTKKFI SAI WLASALLAI PMLFTMGLQN- RSGDG - THPGGLVCTPI VDTATVKWI 
STRRRALRILGIVWGFSVLFSLPNTSIHGIKFHYFPNGSLVPGSATCTVIKPMWIYNFII 
:* *.*:::* *:: :* * ★ ★ ★ ★ :.:* 

QVNTFMS FLFPMLV I S I LNTVI ANKLTVMVHQAAEQGRVCTVGTHNGLEHSTFNMT I E PG 

QVTS FLF YLLPMTVI S VL YYLMALR 
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RVQALRHGVLVLRAWIAFWCWLPYHVRRLMFCYISDEQWTTFLFDFYHYFYMLTNALF 
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YVSSAINPILYNLVSANFRQVFLSTIiACLCPGWRHRRKKRPTFSRKPNSMSSNHAFSTSA 
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CLUSTAL W (1.74) multiple sequence alignment 



GPCR0244 
GPCR03 03 



MACNGS- - AARGHFDP- -EDLNLTDEALRLKYLGPQQTELFMPICATYLLIFWG 

MAGMEKLQNASWIYQQKXjEDPFQKHLNSTEEYLAF-LCGPRRSHFFLPVSVVYVPIFWG 
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GPCR024 4 
GPCR03 03 



AVGNGLTCLVILRHKAMRTPTNYYLFSLAVSDLLVLLVGLPLELYEMWHNYPFLLGVGGC 
VIGNVLVCLVILQHQAMKTPTNYYIiFSLAVSDLLVLLLGMPLEVYEMWRNYPFLFGPVGC 
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YFKTALFETVCFAS I LSI TTVSVERYVAI LHPFRAKLQSTRRRALRI LGI VWGFSVLFS L 
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PNTSLHGIRQLHVPCRGPVPDSAVCMLVRPRALYNMWQTTALLFFCLPMAIMSVLYLLI 
PNTS I HGI KFHYFPNGSLVPGSATCTVI KPMW I YNFI I QVTSFLFYLLPMTVI SVLYYLM 
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GLRLRRERLLLMQEAKGRGSAAARSRYTCRLQQHDRGRRQVTKMLFVLVWFGICWAPFH 

ALRLKKDKSLEADE GNANIQ-R- PC RKSVNKMLFVLVLVFAI CWAPFH 
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ADRVMWSWSQWTDGLHLAFQHVHVISGIFFYLGSAANPVLYSLMSSRFRETFQEALC-L 
I DRLFFSFVEEWTESLAAVFITLVHVVSGVLFYLSS AVNPI I YNLLSRRFQAAFQNVI SS F 
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GACCH RLRPRHSSHSLSRMTTGSTLCDVG SLGSWVH PLAGNDGPEAQQ 

HKQWHSQHDPQLPPAQRNIFLTECHFVELTEDIGPQFLCQSSVHNSHLPTALSS-EQMSR 
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Figure 5 A 

Nucleotide sequence coding for PFI-002 
SEQ ID NO: 1 

ATGGAAAAACTTCAGAATGCTTCCTGGATCTACCAGCAGAAACTAGAAGATC 

CATTCCAGAAACACCTGAACAGCACCGAGGAGTATCTGGCCTTCCTCTGCGG 

ACCTCGGCGCAGCCACTTCTTCCTCCCCGTGTCTGTGGTGTATGTGCCAATTTT 

TGTGGTGGGGGTCATTGGCAATGTCCTGGTGTGCCTGGTGATTCTGCAGCACC 

AGGCTATGAAGACGCCCACCAACTACTACCTCTTCAGCCTGGCGGTCTCTGA 

CCTCCTGGTCCTGCTCCTTGGAATGCCCCTGGAGGTCTATGAGATGTGGCGCA 

ACTACCCTTTCTTGTTCGGGCCCGTGGGCTGCTACTTCAAGACGGCCCTCTTT 

GAGACCGTGTGCTTCGCCTCCATCCTCAGCATCACCACCGTCAGCGTGGAGC 

GCTACGTGGCCATCCTACACCCGTTCCGCGCCAAACTGCAGAGCACCCGGCG 

CCGGGCCCTCAGGATCCTCGGCATCGTCTGGGGCTTCTCCGTGCTCTTCTCCC 

TGCCCAACACCAGCATCCATGGCATCAAGTTCCACTACTTCCCCAATGGGTCC 

g CTGGTCCCAGGTTCGGCCACCTGTACGGTCATCAAGCCCATGTGGATCTACA 
ATTTCATCATCCAGGTCACCTCCTTCCTATTCTACCTCCTCCCCATGACTGTCA 

u ,t TCAGTGTCCTCTACTACCTCATGGCACTCAGAGTGAGTATCTAG 
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CJ SEQ ID NO: 2 

MEKLQNASWIYQQKLEDPFQKHLNSTEEYLAFLCGPRRSHFFLPVSVVYVPIFVV 
9" GVIGNVLVCLVILQHQAMKTPTNYYLFSLAVSDLLVLLLGMPLEVYEMWRNYPF 
U! LFGPVGCYFKTALFETVCFASILSITTVSVERYVAILHPFRAKLQSTRRRALRILGI 

VWGFSVLFSLPNTSfflGIKFHYFPNGSLVPGSATCTVIKPMWIYNFIIQVTSFLFYL 

LPMTVISVLYYLMALRVSI 



Figure 6 



SEQ ID NO: 3 

ACCATGGCAGGGATGGAAAAACTT 



SEQ ID NO: 4 

GCTCTGAAAGAATTCAGGTTTTG 



SEQ ID NO: 5 

TCCAGAAACACCTGAACAGC 
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S SEQ ID NO: 6 

GAGGTAGAATAGGAAGGAGG 
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